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Sequences producing significant alignments: 



Score E 
(bits) Value 



33990875 



37 1 82 002 



33 : B71813 



405 43419 



40543418 



15321567 



31432982 



20270142 



M395000 



34 49 5171 



38049423 



29.469606 



37591141 



12333583 



32980006 



1187 608 3 



Cfb j BC0.00 0 7 8 .2 j Homo sapiens collectin sub-famil. 

qb j AY 3 58 4 39 . 1 1, Homo sapiens clone DNA598.4 8 RGNL . 

.SJ1^^.^.L1I. Homo sapiens collectin sub-famil. 

ref | NM 199235, 1 | Homo sapiens collectin sub-fam. 

re v. j MM 02 4 02 7 , 8 | Homo sapiens collectin sub-f am. 

.£*LL^£lyl!2l_:J^± Homo sapiens BAC clone RP11-568. 
qb J AE 017 111 . 1 1 Oryza sativa (japonrca cultivar-. 
qb | ACQ 68 92 4 . 11 | Oryza sativa chromosome' 10 BAC . 
embj AL 7 3. 24 93. 17 j Mouse DNA sequence from clone . 



^PJI^1A93J?2,:JA. Mus musculus BAC clone RP23-389D. 
re f j XM_,2 8 3 054.21 Mus musculus collectin sub-fam. 

Homo sapiens chromosome 8, clone. 
Oryza sativa (japonica cultivar. 



gb| AC105049. 4 | 



db] [ AP004.111 . 2 [ 



..lfeiJ^5.P.?.i?.l.:,i.i. Mus musculus adult male heart c. 

j dbj | AK069982 . 1 | Oryza sativa (japonica cultivar. 

[ emb j AL 4 4 5 5 8 6. 6 | Human DNA sequence from clone R. 

: .656.2 842 | _emb_i A J 0 1 0 0 6 1 . 1 Ralstonia eutropha inse . 

qi I 18103850 j ernb I AL13 7 7 7 9 . 6 | CNSQ1DWM Human chromosome 14 DNA . 
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qi | 109 4 7023 [ g b | ACQ11510 . 7 j AC011510 Homo sapiens chromosome . 
5liJA?..?„?.P^ Human DNA sequence from clone . 

qi | 40254386! ref | KM 177049. 4 j Mus musculus RIKEN cDNA 933015. 

qi | 22026879 [ ref | NM 137185 . 2 | Drosophila melanogaster CG8155. 
qi | 2 2 8 5 7 8 5 7 j qb \ AC 12 5 4 09.3} Mus musculus BAC clone RP23-1270. 

qi | 30931355 | q b | BC 052722 . 1 | Mus musculus RIKEN cDNA 9330157P. 

qi. |. 3,0354381 | qb | BC052049 . 1 I Mus musculus RIKEN cDNA 9330157P. 

qi | 30851498 |_gbj BC052 37 6_. 1J_ Mus musculus RIKEN cDNA 9330157P. 
qi | 3 7 5 3 7 60 4 j qb | AC 1 1 6 0 3 8 . 3 | Homo sapiens chromosome 3 clone . 
q r j . 3 7 05 9 9 62 j qb 1 AC 1 3 6 9 8 6. 6 I Mus musculus chromosome 12, clon. 
qi | 29795.73 [qb j AC002331 . 1 I HUAC002331 Homo sapiens Chromosome. 
q i | 2 3 3 4. 3 6 5 3 ! . q b | AC 1 2 3 5 1 .1 . 3 | Homo sapiens 3 BAC RP11-637F14 (. 

gUAi^^^Zi^P.2lE^21^IA^li Homo sapiens cDNA FLJ4 6043 fis, . 
qi 1 2 92 9 4 017 | qb | AC Q 08 7 5 6,. 9 | Homo sapiens chromosome 16 clone. 

qi | 38198204. j dbj |.AB099712. 1 | Mus musculus JP-4 mRNA for junc. 

>lil22_417370__[_gbJA? Homo sapiens chromosome 3 clone . 

qi | 2 233 532 0 j gb [AF5 36 32 7.1 j_ Homo sapiens coagulation factor . 

qij 2 1 .9 3 02 4 9 1 qb j AC 10 4 450:2 j Homo sapiens chromosome 3 clone . 

gi, | 2 6 093 0 0 1 [ db j | AK 0 4 8 60 7 . 1 | Mus musculus 16 days embryo hea . 
q i I 1 3 4 2 2 7 95 [ q b | AE 0 0 5 818.11 Caulobacter crescentus CB15 sect. 

qi |. 2 1 62 7 13 8 | qb | AE 0 0 3 8 11. 3 j Drosophila melanogaster chromoso. 

qi | 2 60S 3.684 | dbj | AKQ33956 . 1 1 Mus musculus adult male diencep. 
qi |27 8 05 20 2 j qb | AC 0921 9 8 . 4 j Homo sapiens chromosome X clone . 
9.L L±y.~:lS±9All.£$£. i.^^9..9S-3J3^kL Drosophila melanogaster (mus2. 
qi | 2 92 4 33 8 S.|. d bj -1 AP 00102 5 . 6 | Homo sapiens genomic DNA, chrom. 

qi | 15291990 j qb | AY 051840 . 1 | Drosophila melanogaster LD34444 . 
qi | 152821.10 j emb | AL16I.668 . 6 | CNS01RHB Human chromosome 14 DNA. 
qi[ 138 97 47 4 | embi AL 1 3 2 7 0 9^5 [ CNS 0^ DT 3 Human chromosome 14 DNA. 

qi | 14625741 | emb L AL 157 687 . 6 | CNS01RFZ Human chromosome 14 DNA. 
qi | 22202848 | dbj | AP0.0532 9 .3 |. Homo sapiens genomic DNA, chrom. 
g x I 1 312 9 3 9 6 I -qb I AC 0 692 35.231 AC 0692 3 5 Homo sapiens 12 BAC RP1 . 

^ij.i21309_8_7 |_gb_[_AC0_08 242^ : _12J_AC008342 Drosophila melanogaster . 

qi.l 3 8 59 054 | emb. | AL033 4 03 .1 I H5 8SD7 Human DNA sequence from cl . 
qi 1,3135281 |.qb j ACQ 0 4 69 3 . 1 j ACQ 046 93 Homo sapiens cosmid clone. 

Human coagulation factor IX g. 
qi | 22 00 3171 j emb | AL 7.3 IS 02 . 12 j Mouse DNA sequence from clone . 
qi.l 21953059 | emb j AL731853 . 9 | Mouse DNA sequence from clone R. 
q :i j 2 1 5311 0 1 j emb j AT., 66982 4. 1 3 j Mouse DNA sequence from clone . 

^il^l3J2^1l^Ll^^yjl^.:2.i Homo sapiens CaM-KII inhibitor. 

qi | 1337 6995 | ref |I\ T M_006005 . 2 [ Homo sapiens Wolfram syndrome . 

qi | 24 643 469 | ref 1 N M 07 8695 . 2 | Drosophila melanogaster Rab-pr. 
£iJ.310_7_4941J_gbJ_AC Mus musculus BAC clone RP23-81P2. 

qi j 26190582 j qb|AC 125109. 3 | Mus musculus BAC clone RP2 4-2 32H. 
qi [ 29650331 j qb | A C130204 . 4 1 Mus musculus BAC clone RP24-427M. 
qi | 15778815 j qb | AC0S4393 . l.j Mus musculus BAC clone RP23-10B2.. 
qi. | 15778822 [ qb | ACQ84389 , 1 j Mus musculus BAC clone RP23-247A. 

3iJA?M.5.6?31.ref J_X^ Mus musculus similar to FLJ234. 

gi I 38 07 504 S 1 ref j XM 3547 69 . 1 | Mus musculus similar to hypoth. 

gi I 3 4 8 5 1 3 1 4 j r e f j XM 3 -41.6 47 . 1 j Rattus norveqicus similar to T. 
g_± [_ 3 7 59 1 3 0 4 J_,gb [ AC 117 59 6^6|^ Mus musculus chromosome 6, clone. 

qi | 33 871564 | gb | BC030130 . 2 1 Homo sapiens Wolfram syndrome 1 . 
qi 1 22 655817 | gb | AC 12 9 908 . 4 [ Homo sapiens chromosome 18, clon. 
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results of II |, A Si i; 



BLASTN 2.2.8 jJan-05-2004j 

Reference: 

Altschul, Stephen F. , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI-BLAST: a new generation of protein database search 
programs" , ' Nucleic Acids Res. 25:3389-3402. 

RID: 1079561889-17108-180447217854. BLASTQ3 

Query = 

(1170 ■ letters) 



Database: Ail GenBank f EMBL-i DDBJ+PDB sequences (but no EST, STS, 
GSS/ or phase 0, 1 or 2 - HTGS sequences) 

2; 102, 977 sequences; 10,130,642,339 total letters 



If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 

Taxonomy resorts ' 




Distributio.fl. of 51 Blast Hits on the Query Sequence 



Mouse-over to show defline and scores. Click to show alignments 



Color Key for Rlignnent Scores 
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Score E 

Sequences producing significant alignments: (bits) Value 

^AAlM^^.^A^i^^^l^.^ZA. Homo sapiens collectin sub-f amil . . . 
qi,L37182002 j qb'j AY358439. 1 ; Homo sapiens clone DNA59848 RGNL . . . 
gi 1 405484^8[ r eKiNM 024027. 3| Homo sapiens collectin sub-fam. . . 
gi I 3 38 7 18 13.1 qb I 3C0Q9951 . 2 i Homo sapiens collectin sub-famil... 
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1356 
13 5 6 
963 



0.0 
0.0 
0.0 
0.0 
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qi | 4 0 5 4 8 4I9j re.-T j MM 1 99235 , 1 1 Homo sapiens collectin sub-fam. 

_gi | 1^321 5 62iHfei^.QlP15Z:2 l ^L Homo sapiens BAC clone RP11-568. 

gj j 3 4 8 6 3 3 9 6| r e f | XM_3 4 5 6 5 2, . 1 j Rattus norvegicus similar to h. 

q i |.3 8 0 4 942 3 1 . r e f| XM 2 8 3 0 5 4 . 2 j Mus musculus collectin sub-fam. 

qi j 12833583 [ dbg | A K00 31 2 1 . 1 1. Mus musculus adult male heart c. 
qi I 3 7 0 5 9 9 62 1 qb 1 AC 1 3 6 9 8 6. 6. j Mus musculus chromosome 12, clon. 
qi 1 39752575.1 emb | BX005484 .7 | Zebrafish DNA sequence from clo. 

qi | 33417 1.23 j gb j 3C056052 . 1 i Xenopus laevis collectin sub-fam. 
qjl j. 141510.43 i qb 1 AC011899 .,5 j Homo sapiens BAC clone RP11-452C. 
q i | 3 4 14 82 0.7 . j , qb 1 , AY 3 5 7 8 9 0 . 1 . j Glomerella cingulata mating-type. 
q.i 1 2 619 055 5 j qb | AC 131 9.7 1,91 Homo sapiens chromosome il, clon. 
q.i.,1 19 35 0 5.3 j q b j ACQ 01 22 84 1 I HSAC0 0122 8 2 4 4Kb Contig from Human. 
9!lJ„y.!:?AQ„^ Human DNA sequence from clone R". 

qi j . 1262235 | qb! U51280 . 1 1 HSU5128Q Human chromosome 11 cosmid . 
■ qi [33469240 j'qb | AC07 914,8 . 7 | Homo sapiens BAC clone RP11-111J. 
qi | 31 4 32 9 8 2 j qb | AE 017 111 . 1 | Oryza sativa (japonica cultivar-. 

^iI^A^!lkll^PAI^l^§lS}^ll Homo sapiens colony stimulating . 

Lotus corniculatus var. japonic, 
ql | 22 03 8620 [ qb | AC1 1 9 675 . 2 j Homo sapiens chromosome 1 clone . 
gi 1 2 0270142 |,qb | ACQ 6 8 92.4 . 11 | Oryza sativa chromosome 10 BAC . 
g i j 1,7 7 3 68,9 9,1 db j j AP00.4532 .1 | Lotus corniculatus var. japonic-. 
SAi.?..5_?„§.?_LP_.7_^ ■ Litopenaeus vann ame i chitinase m. 

SAJA^^.?.?:^ Homo sapiens chromosome 5 clone . 

qi | 24430222 1 embJAL13 6 1 1,5 .21 1 Human DNA sequence from clone . 
qi |;2 4 3 95 0QQ 1 emb | AL7 32 4 93 . 17 | Mouse DNA sequence from clone . 
qi | 244,502 | qbj M264 61 . 1 j RICRG18S Rice 18S ribosomal RNA (18S . 
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Alignments 



^ > .9.ki/^.?..^ Bill Homo sapiens collectin sub- family member 11, mR'N 

MGC:3279 IMAGE : 3507377 ) , complete cds 
Length = 1248 

Score. = 1356 bits (667'), Expect - 0.0 
Identities = 945/1020 (92%), Gaps = 40/1020 (3%) 
Strand - Plus / Plus 



Query: 1 gcgacgggcaggacgccccgttcgcctagcgcgtgctcaggagttgg'tgtcctgcctgcg 60 
t I I I I I I I I I I I I i I I M I I I I I I I I I I I I MM I I 14 IIIIIIIIIIIIIMIIIIMI 

Sbjct:. 8 gcgacgggcaggacgccccgttcgcct'agcgcgtgctcaggagttggtgtcctgcctgcg 67 

Query: 61 ctcagg-tgagggggm-tctggccctggtgggcgttctm-tcagcctggccttcctgtca 117 

M M M M M M M M M M M M M M M M M I M M M M M M M I M M I 

Sbjct: 68 ctcaggatgagggggaatctggccctggtgggcgttctaatcagcctggccttcctgtca 127 



Query: 118 ctgctgccatctggacatcctcagccggctggcgatgacgcctgctctgtgcagatcctc 177 
lllllllllll'lllllllllllllllllllllllllillll-IIIIIIIIIMIIIIIIII 

Sbjct: 128 ctgctgccatctggacatcctcagccggctggcgatgacgcctgctctgtgcagatcctc 187 
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Query: 178 

Sbjct : 188 

Query: 233 

Sbjct: '248 

Query: 288 

Sbjct: 308 

Query: 34 4 

Sbjct: 368 

•Query: 402 

Sbjct: 428 

Query: 459 

Sbjct: 4'8 8 

Query: 515 

Sbjct: 548 

Query: 574 

Sbjct: 608 

Query: 632 

Sbjct: 668 

Query: 690 

Sbjct: 728 

Query: 746 

Sbjct: 788 

Query: 805 

Sbjct: 848 



gtccctggcctcw--ggggatgcgggagagm-gggagacw — ggcgcccccggacggcct 2 32 

I I I II I 1 I II I I II I I I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I 
■gtccct'ggcctcaaaggggatgcgggagagaagggagacaaaggcgcccccggacggcct 2 47 

g gin-gag tcggccccacgggaga a aaaggagacatgggggacw--ggacagw--ggcagt 2 87 

II I I E I I I I I IE I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I i I I I I E I I 
ggaagagtcggccccacggga gaaaaaggagacatgggggacaaaggacagaaaggcagt 3 07 

gtgggtcgtcatggaa-aaattggtcccattggctctw--ggtgagg--ggagattccggt 3 43 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I E - I III II I I I I I I I I I I I I 
gtgggtcgtcatggaaaaattggtcccattggctctaaaggtgagaaaggagattccggt 3 67 

gacataggaccccctggtcctm-tggagm-ccaggcctcccatgtgagtgcagccagctg 4 01 
. ! I I I I I I I I I I I M I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I f I I I I I I I I I 
gacatagga'ccccctggtcctaatggagaaccaggcctcccatgtgagtgcagccagctg 42 7 

cgcm-ggccatcggggagatggacm-ccaggtctct cage tgaccagc gage t cm- gttc 458 

III I II I II I I I I I I ! I I I i I I I I I I I I I I I I II I I I I I I I I I I I I I I i I I I I I 
cgcaaggccatcggggagatgga'caaccaggtctctcagctgaccagcgagctcaagttc 4 87 

atcmg--mtgctgtcgccggtgtgcgcgagacggagagcm-gatctacctgctggtgm-g 514 
III I I I I! I' I I I I I I I I I I I I I I i M I I f II I I .111111- I I I II Ml I 

atcaagaatgctgtcgccggtgtgcgcgagacggagagcaagatct'acctgctggtgaag. 547 

gaggagm-gcgctacgcggacgcccagctgtcctgccagggccgcgggggcacgctgagc 57 3 
I I I I I I I I E I I I I I I I H I I I II I I II III IE 1:1 I I II ! I I I I II I I I I I I I I I I E I I 
gaggagaagcgctacgcggacgcccagctgtcctgccagggc'cgcgggggcacgctgagc 607 

atgcccm-ggacgaggctgccaatggcctgatggccgcatacctggcgcrn-gccggcctg 631 
1.1 I i I I / I I I I I I I I I I I I I I I I i I I I I I I I I I I I I I I I I I I I I I I I I ■ I.I I I I I I I I 
atgcccaaggacgaggctgccaatgg'cctgatggccgcata'cctggcgcaagccggcctg 667 

• gcccgtgtcttcatcggcatcm-cgacctggagm-ggagggcgccttcgtgtactctgac 68 9 

I I I I.I I I I I I I I I I I I I I I I I II I I i I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
gcccgtgtcttcatcggcatcaacgacctggagaaggagggcgccttcgtgtactctgac 727 

cactcccccatgcggaccttcmcm--gtggcgcagcggtgagcccmcm--tgcctacgac 7 45 

II I I I ! I f I E i I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I i 
cactcccccatgcggaccttcaacaagtggcgcagcggtgagcccaacaatgcctacgac 7 87 

g'aggaggactgcgtggagatggtggcctcgggcggctggm-cgacgtggcctgccacacc 8 04 
I I I I I I I I I i I I I I I I I I I I I I I I I I I E I I I I I I I I I I I E I E I 1 I I I I I I I I I i I I I I 
gaggaggactgcgtggagatggtggcctcgggcggctggaacgacgtggcctgccacacc 8 47 

accatgtacttcatgtgtgagtttgacm-ggagm-catgtg-gcctcaggctggggctgc 8 61 
M f I I I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I 1 I I I I E I I I I I I I I I I I I I I I I 
accatgtacttcatgtgtgagtttgacaaggagaacatgtgagcctcaggctggggctgc 9 07 
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Query: 862 ccattgggggccccacatgtccctgcagggttggcagggacagagcccagaccatggtgc 921 

I i I I I I I I I I I I I I II I I I II I I I i I I I I I i I I I i i I I I I I I I I I I I I I ( I I I I I j I I I [ 
Sbjct: 908 ccattgggggccccacatgtccctgcagggttggcagggacagagcccagaccatggtgc 967 



Query: 922 cagccagggagctgtccctctgtg-mgggtggaggctcactgagtagagggctgttgtct 980 
I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I II I I E I I I I I I J I I I I I I I I I I I I I 

Sbjct': 968 cagccagggagctgtccctctgtgaagggtggaggctcact'gagtagagggctgttgtct 1027 



Score = .- 132 bits (65), Expect = le-27 
Identities - 105/117 (89%) , Gaps = 6/117 (5S 
Strand = Plus / Pius 



Query: 1007 gtgttcctggggtgctgtctctgm--gmgcagagtttcattacctgtattgtagccccaa 1064 

I I I I I I I I II I I.I I I III I I I I I I I I I I I I I I I I I I I I i I I I I I I I II I I I II I 

Sbjct: 1067 gtgttcctggggtgctgtctctgaagaagcagagtttcattacctgtattgtagccccaa 1126 



Query: 1065 tgtcattatgt-mttattacccag-mttgctcttccat--wgcttgtgcctttgtcc 1117 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I 
Sbjct: 1127 tgtcattatgtaattattacccagaattgctcttccataaagcttgtgcctttgtcc 1183 



□ > qi-J-37'lS2002 l.qfo 1-AY358439 . .1 I Hi 
Length = 1238 

Score = 1356 bits (667),- Expect = 
Identities = 945/1020 (92%), Gaps 
Strand- = Plus / Plus 



Homo sapiens clone DNA59848 RGNL596 (UNQ596) mRN 



0.0 

= 40/1020 



(3%) 



Query: 1 gcgacgggcaggacgccccgttcgcctagcgcgtgc tcaggagttggtgtcctgcctgcg 
I M I I I II M I I I I I I I I I I I I I I I I I I II III M I I I I I I I I I I I I I I I I I I J I I I I I I 
Sbjct: 1 gcgacgggcaggacgccccgttcgcctagcgcgtgctcaggagttggtgtcctgcctgcg 



60 



60 



Query: 61 ctcagg-tgagggggm- tctggccctggtgggcgttctm-tcagcctggccttcctgtca 117 

Mil. |] I I M I I I I I I I I I I I I I I I I I I II I I I ' I I I I I III I II I I I I I I I I I 
Sbjct: 61 ctcaggatgaggg'ggaatctggccctggtgggcgttctaatcagcctggccttcctgtca 120 



Query: 118 ctgctgccatctg'gacatcctca'gccggctggcgatgacgcctgctctgtgcagatcctc 177 

I ;l I H I II I I I I I H I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 121 c'tgctgccatctggacatcctcagccggctggcgatgacgcctgctctgtgcagatcctc 180 



Query: 178 gtccctggcctcw--ggggatgcgggagagrn-gggagacw--ggcgcccccggacggcct 232 

I I I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I M I I I I I I I I I I I I I I 
Sbjct: '181 gtc'cctggcctcaaaggggatgcgggagagaagggagacaaaggcgcccccggacggcct 240 



Query: 2 33 ggm-gagtcggccccacgggagaaaaaggagacatgggggacw — ggacagw — ggcagt 2 87 

I I I I I I I I I I I I I I I i I I I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 2 41 ggaagagtcggccccacgggagaaaaaggagacatgggggacaaaggacagaaaggcagt 3 00 
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Query: 288 gtgggtcgtcatggaaaaattggtcccattggctctw^-ggtgagg--ggagattccggt 343 

I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 1 I I II I I II I I I I 
Sbjct: 301 gtgggtcgtcatggaaaaattggtcccattggctctaaag'gtgagaaaggagattccggt 360 

Query: 344 gacataggaccccctggtcctm-tggagm-ccaggcctcccatgtgagtgcagccagctg 401 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 361 gacataggaccccctggtcctaatggagaaccaggcctcccatgtgagtgcagccagctg 420 

Query: 402 cgcm-ggccatcgigggagatggacm-ccaggtctctcagctgaccagcgagctcm-gttc 458 

III I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I IN I 
Sbjct: 421 cgcaaggccatcggggagatggacaaccaggtctctcagctgaccagcgagctcaagttc 480 

Query: 459 atcmg--mtgctgtcgccggtgtgcgcgagacggagagc-mgatctacctgctggtg-mg 514 

III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I I I I I I I I I I I I I 

Sbjct: 481 atcaagaatgctgtcgccggtgtgcgcgagacgga'gagcaagatctacctgctggtgaag 540 

Query: 515 gaggag-mgcgc tacgcggacgcccagctgtcctgccagggccgcgggggcacgctgagc 573 

I I I I I I I I I I I I I I I I I I I I I I I HI I I I I I I I II I I I I I I II I I I I I I i I I I I I I I I 
Sbjct: 541 gaggagaagcgctacgcggacgcccagctgtcctgccagggccgcgggggcacgctgagc 600 

Query: 574 atgccc-mggacgaggctgccaa tggcctgatggccgcatacctggcgc-rngccggcctg 631 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 601 atgcccaaggacgaggctgccaatggcctgatggccgcatacctggcgcaagccggcctg 660 



Query: 632 gcccgtgtcttcatcggca'tc-mcgacctggag-mggagggcgccttcg'tgtactctgac 68 9 

I I I I I III I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 

Sbjct: 661 gcccgtgtcttcatcggcatcaacgacctggagaaggagggcgccttcgtgtactctgac 72 0 

Query: 690 cactcccccatgcggaccttc--mcmgtggcgcagcggtgagccc--mcmtgcctacgac 745 

I.I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I 

Sbjct: 721 cactcccccatgcggaccttcaacaagtggcgcagcggtgagcccaacaatgcctacgac 780 

Query: 7 46 gaggaggactgcgtggagatggtggcctcgggcggctgg-mcgacgtggcctgccacacc 80 4 

I I I I I I I I I LI I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I IE I I 

Sbjct : 781 gaggaggactgcgtggagatggtggcctcgggcggctggaacgacgt'ggcctgccacacc 840 

Query: 805 accatgtacttcatgtgtgagtttgac-mggag-mcatgtg-gcctcaggctggggctgc 861 

I M I I I I I I I I I I I I l-l I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct : 8 41 accatgtacttcatgtgtgagtttgacaaggagaacatgtgagcctcaggctggggctgc 90 0 

Query: 8 62 ccattgggggccccacatgtccctgcagggttggcagggacagagcccagaccatggtgc 921 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct : 901 ccattgggggccccacatgtccctgcagggttggcagggacagagcccagaccatggtgc 9 60 

Query: 922 cagccagggagctgtccctctgtg-mgggtggaggctcactgagtagagggctgttgtct 98 0 

1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct : 9 61 cagccagggagctgtccctctgtgaagggtggaggctcactgagtagagggctgttgtct 102 0 
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Score = 132 bits (65), Expect le-27' 
Identities = .10'5/117 (89%), Gaps = 6/117 (5i 
Strand = Plus / Plus 



Query: 1007 gtgttcctggggtgctgtctctgm--grngcagagtttcattacctgtattgtagccccaa 1064 

.1 I I I I I I I I I f I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I.I I I I i I I I If I I I 

Sbjct: 1060 gtgttcctgg'ggtgctgtctct'gaagaagcagagtttcattacctgtattgtagccccaa 1119 

Query: 1065 tgtcattatgt-mttattacccag-mttgctcttccat — .Wgcttgtgcctttgtcc 1117 

I.I I I I II I I I I 1 I I I I I I I I I I. I I I I I I I II I I I ' I I I I III I I I I I I I I I 
Sbjct : 112 0 tgtcattatgtaattattacccagaattgctcttccataaagcttgtgcctttgtcc 117 6 



□ > gi | 4054841 8 1 ref | NM_02 4 027 . 3 j H Homo sapiens collectin sub-family member 11 (COL 
variant 1, mRNA ' - 

Length = 1320 

Score = 1356 bits (667), Expect = 0.0 

Identities - 945/1020 (92%), Gaps = 40/1020 (3%) 

Strand = Plus / Plus ' 

Query: ' 1 gcgacg'ggcaggacgccccgttcgcctagcgcgtgctcaggagttggtgtcctgcctgcg 60 

I M M I I I I III I I I I II I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I II I I I I 
Sbjct : 83 gcgacgggcaggacgccccgttcgcctagcgcgtgctcaggagttggtgtcctgcctgcg 142 



Query: 61 ctcagg- tgagggggm-tctggccctggtgggcgttctm-tcagcctggccttcctgtca 117 

I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I 
Sbjct : 143 ctcaggatgagggggaatctggccctggtgggcgttctaatcagcctggccttcctgtca 202 

Query: 118 ctgctgccatctggacatcctcagccggctggcgatgacgcctgctctgtgcagatcctc 17 7 

I I I II I M I I I I I I I I M I I I I I I I I I I I I I I I I I I | | | | | M II I I I M I I I III I I I I 
Sb j ct : 2 03 ctgctgccatctggacatcctcagccggctggcgatgacgcctgctctgtgcagatcctc 2 62 

Query": 178 gtccctggcctcw — ggggatgcgggagagm-gggagacw--ggcgcccccggacggcct 232 

i m i ri I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct : 263 gtccctggcctcaaaggggatgcgggagagaagggagacaaaggcgcccccggacggcct 322 

Query: 233 ggm-gagtcggccccacgggagaaaaaggagacatgggggacw— ggacagw--ggcagt 287 

M I I I I I I II I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I'll MINI 

Sb j ct : 323 ggaagagtcggccccacgggagaaaaaggagacatgggggacaaaggacagaaaggcagt 382 



Query: 2 88 gtgggtcgtcatggaaaaattggtcccattggctctw — ggtgagg-'-ggagattccggt 34 3 

I I I I I I I I I I I I I II I I I M I I I I I I I I I I I I I I I I I I I I I I I I II I j I I I I I I 

Sbjct : 383 gtgggtcgtcatggaaaaattggtcccattggctctaaaggtgagaaaggagattccggt 442 

Query: 34 4 gacataggac'cccctggtcctm- tggagm-ccaggcctcccatgtgagtgcagccagctg 401 

I I I I I I I I I I M I I I I I I I I I I I II I I I I I i I I I I I I I 1 II I I I I I I I I I I I I I I I 

Sbjct: 443 gacataggaccccctggtcctaatggagaaccaggcctcccatgtgagtgcagccagctg 502 
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Query: 402 cgcm-ggccatcggggagatggacm-ccaggtctctcagctgaccagcgagctcm-gttc 458 

III I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I 
Sbjct: 503 cgcaaggccatcggggagatggacaaccaggtctctcagctgaccagcgagctcaagttc 562 



Query: 459" atc-mg--mtgctgtcgccggtgtgcgcgagacggagagc-mgatctacctgctggtg-mg 514 

III I I M I I I I I I I I I I M I I I I I I I I I i I I I I I I I I I I I I I I I || I I I I I 

Sbjct: 563 atcaagaatgctgtcgccggtgtgcgcgagacggagagcaagatctacctgctggtgaag 622. 

Query: 515 gaggag-mgcgctacgcggacgcccagc tgtcctgccagggccgcgggggcacgc tgagc 573 

Ml I II I M I I I II M I I I I U I I I I I I I I I I I I I I I I I 1.1 I III I I I I I I I i | | | | | 

Sbjct: 623 gaggagaagcgctacgcggacgcccagctgtcctgccagggccgcgggggcacgctgagc 682 

Query: 574 atgccc-rnggacgaggctgccaatggcctgatggccgcatacctggcgc-mgccggcctg 631 
I I I I I I . I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct: 683 atgcccaaggacgaggctgccaatggcctgatggccgcatacctggcgcaagccggcctg 742 

Query: 632 gcccgtgtcttcatcggcatc-mcgacctggag-rriggagggcgccttcgtgtactctgac 689 

I I I II III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 

Sbjct: 743 gcccgtgtcttcatcggcatcaacgacctggagaaggagggcgccttcgtgtactctgac 802 

Query: 690 . cac ; tcccccatgcggaccttc--mcmgtggcgcagcggtgagccc--mcmtgcctacgac 745 

I I I I II I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct: 803 cactcccccatgcggaccttcaacaagtggcgcagcggtgagcccaacaatgcctacgac 862 



Query: 7 46 gaggaggac.tgcg'tggagatggtggcctcgggcggctgg-mcgacgtggcctgccacacc 8 04 

I I II! I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I || I I I | | || ] | | 1 | | | | | 
Sbjct: 863 gaggaggactgcgtggagatggtggcctcgggcggctggaacgacgtggcctgccacacc 922 

Query: 8 05 accatgtacttcatgt'gtgagtttgac-mggag-mcatgtg-gcctcaggctggggctgc 8 61 

II 111 I I I II I II I I II II I I I I I II I I I I I I II I I I I I I I I I I I I I I I I I I 1 I I 
Sbjct: 923' ,acGatgtacttGatgtgtgagtttgacaaggagaacatgtgagcctcaggctggggctgc 982 



Query: 8 62. ccattgggggc-ccc'acatgtccctgcagggttggcagggac'agagcccagaccatggtgc 921 

i i r i i i i i in m i ri i i i i i 1 1 1 1 1 1 1 1 1 1 1 1 i i i r i j f 1 1 1 1 1 1 1 mi m i 1 1 1 1 1 1 1 . 

Sbjct: 983 . ccattgggggccccacatgtccctgcagggttgg'cagggac'agagcccagaccatg '1042' 

Query: 922 'cagccagggagctgtccctctgtg^mgg'gtggaggctcactgagtagagggctgttgtct 980 

■I II II MM I M'.l I I I I II I II I I III I.M M I I I I I I I I.I I I M I IJ-I III I I I I I I 
Sbjct : 1043 cagccagggagctgtccctctgtgaagggtggaggctcactgagtag^agggctgttgtct 1102 



Score = 132 bits (65),. Expect = le-27 
Identities = 105/117 (89%)/ Gaps - 6/117 (5%) 
Strand = Plus / Plus 



Query: 10 07 gtgttcctggggtgctgtctctgmg — mgcagagtttcattacctgtattgtagccccaa 1064 
I I II II II I I I I I I I II I II M I ! I I I I I I II i I II I I I I M II II I I I I I I I I I 
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Sbjct: 1142 gtgttcctggggtgctgtctctgaagaagcagagtttcattacctgtattgtagccccaa 1201 



Query: 1065 tgtcattatgt-mttattacccag-mttgctcttccat--wgcttgtgcctttgtcc 1117 

I I I I I I I I I I I I I I I Ml I I I I Mil . I I I i I I I 1 I I I I I I I I 

Sbjct: 1202 tgtca'ttatgtaattattacccagaattgctcttccataaagcttgtgcctttgtcc 1258 



H > gi | 33 87 1813 j qb 1 3C0 09 951 .-. 2 j Bill Homo sapiens collectin sub-family member 11, tra 
mRNA (cDNA clone MGC: 14216 IMAGE : 4125795) complete cds 
Length = 1417 

Score = 963 bits (474), Expect =0.0 
Identities = 693/753 {92%), Gaps = 31/753 (4%) 
Strand = Plus / Plus 

Query: 259 ggagacatgggggacw--ggacagw--ggcagtgtgggtcgtcatggaaaaat tggtccc 314 

! I I II. I III I III I I II I I I I I i I I I I II I I I I I I I.I I I I 1 I I I I I I I I I 
Sbjct: 427 ggagaCatgggggacaaaggacagaaaggcagtgtgggtcgtcatggaaaaattggtccc 486 . 

Query: 315 attggctctw--ggtgagg~~ggagattccggtgacataggaccccctggtcctrri-tgga 369 

I I I III I I I Mill I I I II I I I ! I I I II I I I I I I II I I I I M I I I I I EMI 

Sbjct: 487 attggctctaaaggtgagaaaggagattccggtgacataggaccccctggtcctaatgga 546 

Query: 37 0 gm-ccaggcctcccatgtgagtgcagccagctgcgcm-ggccatcggggagatggacm-c 42 6 

I ■ M.I II I I I I II II I I I I I I I I II I I I I I I I I I M I I II II I III I I I I I I I II I 
Sbjct: 547 gaaccaggcctcccatgtgagtgcagccagctgcgcaaggccatcggggagatggacaac 606 

Query: 42'7 caggtctctcagctgaccagcgagctcm-gttcatcmg--mtgctgtcgccggtgtgcgc 483 

I Ml I I M I II III I I I II I I I I M II I I I I I II . II II! II M I II I I I I II I 
Sbjct: 607 caggtctctcagctgaccagcgagctcaagttcatcaagaatgctgtcgccggtgtgcgc 666 

Query: 484 gagacggagagcm-ga'tctacctgctggtgm-ggaggagm-gcgctacgcggacgcccag 540 ■ 
. I I I II I II I I I I II I II II I I II I I I I I I I I I II I I I I I I f I II II I I I II I I I 

Sbjct: 667 gagacggagagcaagatctacctgctggtgaaggaggagaagcgctacgcggacgcccag 726 

Query: 541 ctgtcctgccagggccgcg'ggggcacgctgagcatgcccm-ggacg'aggctgccaatggc 599 

I I M IJ I I I I II M II I M II I I II I I I II I I I I I I II I I II I I II II I I I I I I I 1 I I 
Sbjct: 727 ctgtcctgccagggccgcgggggcacgctgagcatgcccaaggacgaggctgccaatggc 786 



Query: 600 ctgatggccgcatacctggcgcm-gccggcctggcccgtgtcttcatcggcatcm-cgac 657 

I II I I I I I I I I M III I I II I I II I I M I II I I II I I I I I I I M I I I I I I II III! 
Sbjct: 787 ctgatggccgcatacctggcgcaagccggcctggcccgtgtcttcatcggcatcaacgac 846 

Query: 658 ctggagm-ggagggcgccttcgtgtactctgaccactccGCcatgcggaccttcmcm--g 714 

MIME I I I II I I I I I II I I M II I I M I II I I I II I I I I II I I I I I II I I I I 
Sbjct: 847 ctggagaaggagggcgccttcgtgtactctgaccactcccccatgcggaccttcaacaag 906 

Query: 715 ■ tggcgcagcggtgagcccmcm — tgcctacgacgaggaggactgcgtggagatggtggcc 772 

II I M I I M I I I II II I I II I I I I ! I || I I II I II I I M I I I I M I I I I II I II I 
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Sbjct: 907 tggcgcagcggtgagcccaacaatgcctacgacgaggaggactgcgtggagatggtggcc 966 



Query: 773 tcgggcggctggm^cgacgtggcctgccacaccaccatgtacttcatgtgtgagtttgac 831 

I I I I I I I I I f I I I IE I I I I I I I I I I 1 I I I I I I I I I 1 I I I I I I II I I I I I I I I I I E I I I 
Sbjct: 967 tcgggcggctggaacgacgtggcctgccacaccaccatgta'cttcatgtgtgagtttgac 1026 



Query : 8 32 m-ggagm-catgtg-gcctcaggctggg'gctgcccattgggggccccacatgtccctgca 
I III I I I I I I I I I I I I III I I I Ml I I I I I II I I i I H II I N I I I I I I I I I II I 
Sbjct: 1027 aaggagaacatgtgagcctcaggctgg'ggctgcccattgggggccccacatgtccctgca 1086 



Query: 889 gggf tggcagggacagagcccagaccatggtgccagccagggagctgtccc'tctgtg-mg 947 

I I I I I I I I I I I l-l I I M I I I I I I I I I I I I I II I I I II I I 1.1 III I I I II I I II I I I I 
Sbjct.: 1087 gggttggcagggacagagcccagaccatggtgccagccagggagctgtccctctgtgaag 1146 



Query: 948 ggtggaggctcactgag'tagagggctgttgtct 980 

M I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I 
Sbj'ct: 1147 g'g.tggagg'ctcactgagtagagggctgttgtct 1179 



Score = 394 bits (194), Expect = e-106 
Identities = 253/268 (94%), Gaps - 9/268 (3%; 
Strand = Plu-s / ; Plus 



Query: 1 gcgacgggcaggacgccccgt'tcgcctagcgcgtgctcaggagttggtgtcctg'cctgcg 60 

I I I I I I ! I I I I I M I I II I I I I I I I j I I j I I I I I I I I I I i I I I I I II I I I I I i I I I I I I I 
Sbjct: 81 gcga'cgggcaggacgccccgttcgcctagcgcg'tgctcaggagttggtgtcctgcctgcg 140 



Query: 61 ctcagg-tgaggggg-mtctggccctggtgggcgttct-mtcagcctggccttcctgtca 117 

; I I I I I I I I I I I I I I I h i I I I II I I I I I I I I I I I I I I I I I I I. I I. I I I I I I I I I I I | 
Sbj'ct: 141 ctcaggatgagggggaatctggccctggtgggcgttctaatcagcct'ggccttcctgtca '200 



Query: 118 ctgctgcca tctggacatcctcagccggctggcgatgacgcctgctctgt'gcagatcctc 
I I I I I I I I I i I I II I I I I I I I I I I I I I I I I I I I. I I I I I I I I I I I I I I M I I I I I I I I I I I 
Sb j ct : 2 01 ctgctgccatctggacatcctcagccggctggcgatgadgcctgctctg'tgcagatcctc 



177 



260 



Query: 178 gtcGCtggcctc--wggggatgcgggagag-mgggagac^-wggcgcccccggacggcct 232 

II Ml 11 I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I M I I I I 
Sbjct: 261 gtcG'cfggcctcaaaggggatgcgggagagaagggagacaaaggcgcccccggacggcct 320 



Query: 233 gg-mgagtcggccccacgggagaaaaag 259 

II 111111111111111111111111 
Sbjct: 321 ggaagagtcggccccacgggagaaaaag 348 



Score'- 132 bits (65), Expect = le-27 
Identities = 105/117 (89%), Gaps - 6/117 (5%) 
Strand ~ Plus / Plus 
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Query: 1007 gtgttcctggggtgctgtctctgm--gmgcagagtttcattacctgtattgtagccccaa 1064 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I i ! I I I I I I 

Sbjct: 1219 gtgttcctggggtgctgtctctgaagaagcagagtttcattacctgtattgtagccccaa 1278 



Query: 1065 tgtca'ttatgt-mttattacccag-mttgctcttccat--wgcttgtgcctttgtcc 1117 

I I I .11 I I I I I I II I I I M I I I I I I I I I I I I I i I I : I I I I I II II I I I t I I i 
Sbjct: 1279 tgtca-ttatgtaattattacccagaattgctcttccataaagcttgtgcctttgtcc • 1335 



□ >gi | 4 0548419 | ref|_NM 



.variant 2, mRNA 
Length' = 13 9 9 



Homo sapiens collectin sub-family member 11 (COL 



Score = 963 bits' ('4-7'4-) y Expect = 0.6 
Identities = 693/753 (92%) ;■ Gaps - 31/753' (4%) 
Strand - Plus / Plus 



Query : 
Sbjct: 



259 



429 



ggagacatgggggacw--ggacagw--ggcagtgtgggtGgtcatggaaaaattggtccc 314 

I I I I I N I I I I I III I I I I I I I I I I I I I I I I I I I I'l I I I I I I I I I I I I I III I I 

ggagacatgggggacaa'aggacagaaa'ggcagtgt'gggtcg^tcatggaaaaattggtccc 48 8 



Query': 315 attggctctw--ggtgagg--ggagattccggtgacataggaccccctggtcctm-tgga 369 

I I M I I I I I- I'll I I I . I I I I I I I I I I I I i I I I I II I I I I I I I I I I I I I I I I I I 
Sbjct: 4'89 attggctctaaagg'tgagaaaggagattccggtgacatag'gaccccctggtcctaatgga 548 



Query: 370 gm-'CcaggcctCGCatgtgagtgcagccagctgcgcrn-ggccatcggggagatggacm-c 426 

I. I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 549 gaaccaggcctcccatgtgagtgcagccagctgcgcaaggccatcggggagatggacaac 608 



Query: 427 ■ caggtctctcagctgaccagcgagctcm-gttcatcmg--mtgctgtcgccggtgtgcgc 483 

I I I I I I I I I I I III I I I IN I I I I I II . I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbjct: 609 caggtctctcagctgaccagcgagctcaagttcatcaagaatgctgtcgccggtgtgcgc 668 



Query: 4^84 gagacggagagc^mgatctacctgctggtg-mggaggag-mgcgctacgcggacgcccag 540 

I I I I I I I I I I I I i I I I I I I I I I I I II I I I I I I I I I -I I I I I I I I I I I I I I I I I.I I 
Sbjct: 669 gagacggagagcaagatctacctgctggtgaaggaggagaagcgctacgcggacgcccag 72 8 



Query: 541 ctgtcctgccagggccgcgggggcacgctgagca'tgccc-mggacgaggc.tgccaatggc 599 

I I II I I I I I I I I I I I I I I I I II I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I 
Sbjct: 729 ctgtcctgccagggccgcgggggcacgctgagcatgcccaaggacgaggctgccaatggc 788 



Query: 600 ctgatggccgcatacctggcgc-mgccggcc tggcccgtg'tctt catcggcatc-mcgac 657 

I I I I I I I I I I I I I I I I I I'l I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I 
Sbjct: 789 ctgatggccgcatacctggcgcaagccggcctggcccgtgtcttcatcggcatcaacgac 848 



Query: 658 ctggag-mggagggcgccttcgtgtactctgaccactcccccatgcggaccttc--mcmg 714 

I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 849 ctggagaaggagggcgccttcgtgtactctgaccactcccccatgcggaccttcaacaag 908 



http://www.nGbi.nlm.nih.gov/BLAST/Blastxgi 
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